The use of phylogenetic comparative methods in ecological research has advanced during the last twenty years, mainly due to accurate phylogenetic reconstructions based on molecular data and computational and statistical advances. We used phylogenetic correlograms and phylogenetic eigenvector regression (PVR) to model body size evolution in 35 worldwide Felidae (Mammalia, Carnivora) species using two alternative phylogenies and published body size data. The purpose was not to contrast the phylogenetic hypotheses but to evaluate how analyses of body size evolution patterns can be affected by the phylogeny used for comparative analyses (CA). Both phylogenies produced a strong phylogenetic pattern, with closely related species having similar body sizes and the similarity decreasing with increasing distances in time. The PVR explained 65% to 67% of body size variation and all Moran's I values for the PVR residuals were non-significant, indicating that both these models explained phylogenetic structures in trait variation. Even though our results did not suggest that any phylogeny can be used for CA with the same power, or that "good" phylogenies are unnecessary for the correct interpretation of the evolutionary dynamics of ecological, biogeographical, physiological or behavioral patterns, it does suggest that developments in CA can, and indeed should, proceed without waiting for perfect and fully resolved phylogenies.
Introduction
Phylogenetic comparative methods developed since the middle 1980's are now commonly applied in areas of biological research, such as ecology, physiology and behavior, to explain how phylogenetic patterns in the traits of species can be associated to adaptive evolution (Martins, 2000; Freckleton et al., 2002) . It is also well-known that species, or other taxonomic units, may not represent independent observations for statistical analyses such as regression and correlation (Felsenstein, 1985; Martins and Garland, 1991; . Hence, many different forms of comparative analyses have been developed to take into account the lack of independence among species due to phylogenetic relationships (i.e., phylogenetic autocorrelation) and to correctly approximate the Type I errors of statistical analyses of correlation between traits or between traits and other components of environmental variation (Martins and Garland, 1991; Gittleman and Luh, 1992; Martins and Hansen, 1996; Garland et al. 2005) . Furthermore, some studies have suggested that incorporating phylogenetic structure into data analyses allowed a better understanding of the processes underlying ecological, behavioral and physiological data Diniz-Filho, 2001) .
Mainly because of the improvements and popularization of DNA sequence techniques and other molecular markers, there has been a marked increase in the number of available phylogenies that can be used as a basis in comparative analysis (Pagel, 1999; see Felsenstein, 2004) . More importantly for comparative analyses, there are now techniques that combine phylogenies from different sources and based on different data types, such as morphology, molecular data or behavior, to generate complete, or nearly complete, trees for very large taxonomic groups (supertrees) (Bininda-Emonds, 2004) .
The first supertree was built for Primates (Purvis, 1995) and a nearly complete supertree for more than 95% of current mammal species has recently been published by Bininda-Emonds et al. (2007) . However, the first complete supertree for all living species in a large taxa was generated for worldwide Carnivora (Bininda-Emonds et al. 1999) and not only encompassed all 271 living Carnivora species but was comparatively well resolved with a relatively small number of polytomies for most subclades and has been widely used in comparative analyses (Sechrest et al., 2002.; Diniz-Filho and Tôrres, 2002; Tôrres and Diniz-Filho, 2004; Diniz-Filho, 2004; Diniz-Filho et al., 2007) . More recently, however, Johnson et al. (2006) proposed a fully resolved felid phylogeny derived from 22,789 base pairs from autosomal, X-linked, Y-linked and mitochondrial genes, with many important differences in relation to the widely used supertree.
It is important to consider that, despite of the fact that well-resolved phylogenies are the core of comparative analyses, there are still many uncertainties regarding the methods and data needed to reconstruct phylogenies and supertrees (Webb et al., 2002) . Thus, despite the increasing use of comparative methods (Carvalho et al., 2005) , it is always important to understand how modeling trait evolution from comparative methods are sensitive to errors and uncertainties regarding tree topology (Martins and Garland, 1991; Martins, 1996; and other related problems, such as taxon sampling (Ackerly, 2000) . It is, therefore, of paramount importance to evaluate how errors in phylogeny reconstruction may affect the results of comparative analyses, as when modeling trait evolution. In this paper we used phylogenetic correlograms and phylogenetic eigenvector regression (PVR) to model body size evolution in worldwide Felidae (Mammalia, Carnivora) under alternative phylogenies. Our purpose was not to establish the validity of any of the phylogenies, but rather to evaluate how analyses of patterns in body size evolution can be affected by choosing one of them as the basis for comparative analyses.
Material and Methods
Body masses (in g) for 35 Felidae species (Table 1) distributed worldwide were obtained mainly from Smith et al. (2003) . Values were transformed to decimal logarithms prior to the analysis. Because we were mainly interested in broad-scale comparative patterns, body sizes of males and females were averaged for each species. Also, although sexual dimorphisms exists for the group, the relatively magnitude of male-female differences when compared to interspecific differences across the entire clade is so small that this averaging is not likely to affect the conclusions reached in this paper.
We used the phylogenies proposed by BinindaEmonds et al. (1999) , designated the supertree (ST) phylogeny, and Johnson et al. (2006) , designated the Johnson (JN) phylogeny, to establish pairwise phylogenetic distance matrices D, which were the basis for modeling body size evolution using Moran's I phylogenetic correlograms (Gittleman and Kot, 1990; Diniz-Filho, 2001 ) and phylogenetic eigenvector regression (Diniz-Filho et al., 1998) . For all analysis, the species Catopuma badia, Felis catus, Felis ilbyca and Pardofelis badia were eliminated because they were absent in both phylogenies. The two phylogenies have some important differences ( Figure 1) , with, for instance, the first divergence of felids occurring at 10.78 million years (My) in the JN phylogeny and at 16.2 My in the ST phylogeny. More relevant, however, were the differences in tree topology, with the ST phylogeny having many polytomies, and the two phylogenies also having some differences in the clades structure (Figure 1) , with, for example, Pathera being basal to other clades in the JN phylogeny, which helps to explain some of the differences found later in the comparative analyses.
Moran's I is the most commonly used coefficient in spatial and phylogenetic autocorrelation analyses and allows the description of the phylogenetic structure of the data (or model residuals) and the comparison of the observed values with the expected values based on different evolutionary models (Gittleman and Kot, 1990; Diniz-Filho, 2001; Diniz-Filho and Tôrres, 2002) . Moran Moran's I is given by
where n is the number of observation (species), y i and y j are the body size values in the species i and j, y is the average of y and w ij is an element of the matrix W. Actually, several Moran's I are calculated for the same variable, by creating successive W matrices in which w ij = 1 if the pair i, j of species is within a given phylogenetic distance class interval, established based on D (indicating that species are "linked" in this class), and w ij = 0 otherwise. In this paper, 4 classes with equal intervals (time slices) were used, and S indicates the number of entries (connections) in each W matrix. The value expected under the null hypothesis of the absence of spatial autocorrelation is -1/(n -1). Moran's I usually vary between -1.0 for maximum negative autocorrelation and 1.0 for maximum positive autocorrelation. Computation details of the standard error of this coefficient (se(I)) are given in Legendre and Legendre (1998) , so that Moran's I can be tested by assuming a normal distribution of se(I). In this case a standard normal deviate (SND = {I -E(I)}/se(I)) larger than 1.96 indicates that se(I) is significant at the 5% probability level (p = 0.05). The Bonferroni correction can be used for conservative statistical decisions, so that a correlogram will be considered significant at p < 0.05 only if one of Moran's I is significant at p = 0.05/4 distance classes.
It is also possible to use a direct modeling strategy to describe patterns of body size evolution. Diniz-Filho et al. (1998) . There are different ways to establish how many eigenvectors of D should be used for modeling. In the work described in the present paper we used an exhaustive search strategy based on Akaike Information Criterion (AIC) described by Burnham and Anderson (2002) . When performing the PVR, the AIC value of a particular model (i.e., based on some combination of eigenvectors) was given by AIC = n ln(s 2 S ) + 2K Feline phylogenies and phylogenetic analysis where s 2 S is the variance of the previously defined specific component (PVR residuals) and K is the number of parameters (number of eigenvectors, plus the intercept and residual variance s 2 S ). The value of s 2 S can be used as a proxy for the likelihood of the model given the data, but this approximation is valid only if model errors are independent, normally distributed and with constant variance (Burnham and Anderson, 2002) . The best models are those with the lowest AIC values but multiple PVR models can be generated, in which case a new spatial analysis in macroecology (SAM) module software (Rangel et al., 2006; Diniz-Filho et al. 2008 ) was used to generate all possible combination of the first 10 eigenvectors from D as predictors, producing 1023 alternative models (i.e., 2 m model minus the model with intercept only), allowing the establishment of the most parsimonious model for explaining body size variation based on phylogenetic eigenvectors. Moran's I correlograms of these PVR residuals were also applied to test if the model was effective in taking phylogenetic autocorrelation into account.
Results
The correlograms based on the two phylogenies showed slightly different patterns, although there was a general trend of positive autocorrelation in the first two distance classes, with a larger value in the second class due to the more recent time slices, coupled with a negative autocorrelation in the last distance class (Figure 2 ; Table 2 ) (Diniz-Filho and Tôrres, 2002) . In both phylogenies, closely related species have similar body sizes and this similarity decreases when increasing distances in time are considered, stabilizing in the last distance class (Table 2) . However, despite the existence of a monotonic relationship between the two correlograms when using the JN tree there was a much lower Moran's I in the first distance classes, suggesting that there is some relatively high dissimilarity between more closely related species.
The proportion of variation explained by the phylogeny obtained from PVR is similar when based on the two phylogenies, despite the fact that the correlation between the first eigenvectors extracted from these matrices is relatively low (0.415). When based on the ST phylogeny, a model with 6 eigenvectors (summing 81.6% of the variation in original distance matrix) was selected by the AIC criterion as the minimum model, with R 2 = 65.1% as compared with R 2 = 69.1% for the full model with 10 eigenvectors. On the other hand, only three eigenvectors (explaining 45% of the total distances) were selected by AIC criterion to explain body size variation based on the JN phylogeny, and they explained 67.5% of the variation in body size as against R 2 = 70.6% for the full model with 10 eigenvectors. In both cases, all Moran's I values for the PVR residuals were non-significant, indicating that these models were sufficient to explain phylogenetic structures in trait variation.
Discussion
It is always important to check how results from comparative analyses of trait evolution are affected by errors or uncertainties in the phylogeny (Martins and Garland, 1991; Martins, 1996) , when conflicting or alternative phylogenetic hypotheses are available for the group of organisms under scrutiny. Since the number of available phylogenies (including supertrees) is rapidly increasing in the literature, the simple solution is frequently to model trait evolution under these multiple phylogenies and compare the outcome of comparative analyses, as performed here. Our analyses show that, despite the differences between the two phylogenies tested, phylogenetic autocorrelation patterns in body size of world felids revealed by correlograms and PVR were qualitatively similar. This suggests that previous general inferences about macroecological and macroevolutionary patterns using the BinindaEmonds et al. (1999) supertree may be robust to changes in phylogeny, at least in terms of relative magnitude of phylogenetic patterns. For example, Diniz-Filho and Tôrres (2002) showed strong patterns in body size for New World Carnivora, using phylogenetic eigenvector regression and a significant correlation between body size and geographic range size, whereas Diniz-Filho et al. (2007) recently used PVR to decouple adaptive and historical components of Bergmann`s rule (i.e., increase in body size towards higher latitudes) in European Carnivora. The correlogram shape and PVR results obtained in these studies for different subsets of Carnivora are qualitatively similar to the those obtained by us for felids alone.
Indeed, many papers have reported relatively strong phylogenetic patterns of body size variation between species, so this is probably due to real processes that generate strong phylogenetic inertia in this trait, almost independently of taxonomic scale and resolution. Hence, changes in phylogeny are unlikely to affect the estimate of this pattern too much, at least using statistically-based techniques such as PVR and correlograms. Some more general studies have shown consistent patterns regarding the phylogenetic structuring of different traits with, for example, morphological traits usually being more phylogenetically structured than behavioral or ecological traits (Freckleton et al., 2002; Morales, 2000 ; see also Carvalho et al., 2005) . Since these observations were undertaken in a meta-analytical context, involving many different clades from different regions of the world, they are unlike to have been strongly affected by changes in the particular phylogenies used in the analyses.
It is difficult to generalize the results described in this paper, although it is possible to evaluate why statistical methods used here would work fine and provide similar results under alternative phylogenies. Because eigenanalysis generates a hierarchical structure of representation of phylogenetic patterns of relationship from the root to the tips of the phylogeny, PVR is probably less sensitive to errors in phylogeny that presumably tend to occur in more recent branches (Diniz-Filho et al., 1998) . If discussions about the validity of the relationship are mainly focused on recent nodes with less clear signals, there will be reasonable estimates using different trees if trait evolution is stationary. Even so, in our analyses there were some important differences in deep branches (such as the relationship between Panthera and other subclades), although the correlogram suggests that, for both phylogenies, covariance in body size has been stronger in recent times, probably due to nonlinear components (stabilizing selection) involved in body size evolution (Diniz-Filho, 2004 ). Correlograms may also 174 Feline phylogenies and phylogenetic analysis be not very sensitive when using large distance classes between time slices, as used here, because of the small number of species. Even if there are different phylogenies, it is likely that most of the pairwise comparisons fall within the same distance classes, creating similarity between correlograms. However, other patterns detected from phylogenies may be more sensitive to errors and uncertainties and should be tested in future studies. For instance, estimation of phylogenetic diversity, based on summing branch lengths or the ages of the most recent common ancestors (Sechrest et al., 2002; Diniz-Filho, 2004; Tôrres and Diniz-Filho, 2004 ) may be more sensitive to changes in phylogeny since assemblage compositions will be considered independently (reducing sample sizes) so that errors would be magnified at these smaller geographical scales.
It is worth noting that our main conclusions do not mean that any phylogeny, independently of the resolution, can be used in comparative analysis with the same power, or that "good" phylogenies are not necessary to give the correct interpretations to the evolutionary dynamics of ecological, biogeographical, physiological or behavioral patterns. However, results such as those presented in this paper support the view that developments in comparative analysis in many fields of biology can, and indeed must, occur within the context of dealing with less-than-perfect or not fully resolved phylogenies.
